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Med7 occupancy and Ssl2-AA strains before and after 1 hour of rapamycin treatment were plotted as in Figure   S1A .
(B) TFIIH subunits Tfb1 and Tfb3 occupancies at the core promoters of indicated genes in the Kin28-AA and Ssl2-AA strains upon 1-hour rapamycin treatment.
(C) Kin28-FRB occupancy at the core promoters of indicated genes in the Kin28-AA strain before and after Kin28 depletion. Ssl2-FRB occupancy at the core promoters of indicated genes in the Ssl2-AA strain before and after Ssl2 depletion.
Averages and standard errors of three individual experiments are presented. Changes of Pol II occupancy at the indicated regions of active genes in the Kin28-AA strain upon Kin28 depletion are presented as log 2 ratios of Pol II levels before and after rapamycin treatment in the heat maps. Overall Pol II ChIP-seq binding profile is also presented for each class of genes. (B) Pol II ChIP-seq profiles suggest differential promoter escape rates for SAGA-and TFIID-dependent genes in the absence of Kin28. Computational simulation of Pol II density profiles based on different promoter escape rates were generated using a previously published algorithm (Ehrensberger et al., 2013) . 
